MaBoSS 2.0: an environment for stochastic Boolean modeling.
Modeling of signaling pathways is an important step towards the understanding and the treatment of diseases such as cancers, HIV or auto-immune diseases. MaBoSS is a software that allows to simulate populations of cells and to model stochastically the intracellular mechanisms that are deregulated in diseases. MaBoSS provides an output of a Boolean model in the form of time-dependent probabilities, for all biological entities (genes, proteins, phenotypes, etc.) of the model. We present a new version of MaBoSS (2.0), including an updated version of the core software and an environment. With this environment, the needs for modeling signaling pathways are facilitated, including model construction, visualization, simulations of mutations, drug treatments and sensitivity analyses. It offers a framework for automated production of theoretical predictions. MaBoSS software can be found at https://maboss.curie.fr , including tutorials on existing models and examples of models. gautier.stoll@upmc.fr or laurence.calzone@curie.fr. Supplementary data are available at Bioinformatics online.